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MET_T9 (SEQ ID NOs 3) 

gaattccgccctcgccgcccgcggcgccccgagcgctttgtgagcagatgcggagccgag 
t ggagggcgcgagc caga t gcggggcgacagc t gac t tgc t gagaggaggcggggaggcg 
cggagcgcgcgtgt ggt ccttgcgccgctgacttctccactggttcctgggcaccgaaag 
ataaacctctcata^T^aggcccccgctgtgcttgcacctggcatcctcgtgctcctgt 
ttaccttggtgcagaggagcaatggggagtgtaaagaggcactagcaaagtccgagatga 
atgtgaatatgaagtatcagcttcccaacttcaccgcggaaacacccatccagaatgtca 
ttctacatgagcatcacattttccttggtgccactaactacatttatgttttaaatgagg 
aagaccttcagaaggttgctgagtacaagactgggcctgtgctggaacacccagattgtt 
tcccatgtcaggactgcagcagcaaagccaatttatcaggaggtgtttggaaagataaca 
tcaacatggctctagttgtcgacacctactatgatgatcaactcattagctgtggcagcg 
tcaacagagggacctgccagcgacatgtctttccccacaatcatactgctgacatacagt 
cggaggttcactgcatattctccccacagatagaagagcccagccagtgtcctgactgtg 
tggtgagcgccctgggagccaaagtcctttcatctgtaaaggaccggttcatcaacttct 
ttgtaggcaataccataaattcttcttatttcccagatcatccattgcattcgatatcag 
tgagaaggctaaaggaaacgaaagatggttttatgtttttgacggaccagtcctacattg 
atgttttacctgagttcagagattcttaccccattaagtatgtccatgcctttgaaagca 
acaattttatttacttcttgacggtccaaagggaaactctagatgctcagacttttcaca 
caagaataatcaggttctgttccataaactctggattgcattcctacatggaaatgcctc 
tggagtgtattctcacagaaaagagaaaaaagagatccacaaagaaggaagtgtttaata 
tacttcaggctgcgtatgtcagcaagcctggggcccagcttgctagacaaataggagcca 
gcctgaatgatgacattcttttcggggtgttcgcacaaagcaagccagattctgccgaac 
caatggatcgatctgccatgtgtgcattccctatcaaatatgtcaacgacttcttcaaca 
agatcgtcaacaaaaacaatgtgagatgtctccagcatttttacggacccaatcatgagc 
actgctttaataggacacttctgagaaattcatcaggctgtgaagcgcgccgtgatgaat 
atcgaacagagtttaccacagctttgcagcgcgttgacttattcatgggtcaattcagcg 
aagtcctcttaacatctatatccaccttcattaaaggagacctcaccatagctaatcttg 
ggacatcagagggtcgcttcatgcaggttgtggtttctcgatcaggaccatcaacccctc 
atgtgaattttctcctggactcccatccagtgtctccagaagtgattgtggagcatacat 
taaaccaaaatggctacacactggttatcactgggaagaagatcacgaagatcccattga 
atggcttgggctgcagacatttccagtcctgcagtcaatgcctctctgccccaccctttg 
ttcagtgtggctggtgccacgacaaatgtgtgcgatcggaggaatgcctgagcgggacat 
ggactcaacagatctgtctgcctgcaatctacaaggttttcccaaatagtgcaccccttg 
aaggagggacaaggctgaccatatgtggctgggactttggatttcggaggaataataaat 
ttgatttaaagaaaactagagttctccttggaaatgagagctgcaccttgactttaagtg 
agagcacgatgaatacattgaaatgcacagttggtcctgccatgaataagcatttcaata 
tgtccataattatttcaaatggccacgggacaacacaatacagtacattctcctatgtgg 
atcctgtaataacaagtatttcgccgaaatacggtcctatggctggtggcactttactta 
ctttaactggaaattacctaaacagtgggaattctagacacatttcaattggtggaaaaa 
catgtactttaaaaagtgtgtcaaacagtattcttgaatgttataccccagcccaaacca 
tttcaactgagtttgctgttaaattgaaaattgacttagccaaccgagagacaagcatct 
tcagttaccgtgaagatcccattgtctatgaaattcatccaaccaaatcttttattagtg 
gtgggagcacaataacaggtgttgggaaaaacctgaattcagttagtgtcccgagaatgg 
tcataaatgtgcatgaagcaggaaggaactttacagtggcatgtcaacatcgctctaatt 
cagagataatctgttgtaccactccttccctgcaacagctgaatctgcaactccccctga 
aaaccaaagcctttttcatgttagatgggatcctttccaaatactttgatctcatttatg 
tacataatcctgtgtttaagccttttgaaaagccagtgatgatctcaatgggcaatgaaa 
atgtactggaaattaagggaaatgatattgaccctgaagcagttaaaggtgaagtgttaa 
aagttggaaataagagctgtgagaatatacacttacattctgaagccgttttatgcacgg 
tccccaatgacctgctgaaattgaacagcgagctaaatatagaggtgggattcctg cat t 
cctctcatgatgtaaataaggaagccagtgtaattatgttattctcaggcttaaaa tTAAl a 
tcattaaagctcatttatgtgtgggttttggctcatcaactc 



Fig. lb 

MET T9 (SEQ ID NO: 1) 



MKAPAVLAPGILVLLFTLVQRSNGECKEALAKSEMIWNMKYQLPN^ 

HHIFLGATNYIYVLNEEDLQKVAEYKTGPVLEHPDCFPCQDCSSKANLSGGVWKDNim 

ALWDTYYDDQLISCGSVNRGTCQRHVFPHNHTADIQSEVHCIFSPQIEEPSQCPDCW 

SALGAKVLSSVKDRFINFFVGNTINSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYID 

VLPEFRDSYPIKYVHAFESNNFIYFLTVQRETLDAQTFHTRIIRFCSINSGLHSYMEMP 

LECILTEKRKKRSTKKEVFNILQAAYVSKPGAQLARQIGASLNDDILFGVFAQSKPDSA 

EPMDRSAMCAFPIKYVNDFFNKIVNKNIWRCLQHFYGPNHEHCFNRTLLRNSSGCEARR 

DEYRTEFTTALQRVDLFMGQFSEVLLTSISTFIKGDLTIANLGTSEGRFMQVWSRSGP 

STPHVNFLLDSHPVSPEVIVEHTLNQNGYTLVITGKKITKIPLNGLGCRHFQSCSQCLS 

APPFVQCGWCHDKCVRSEECLSGTWTQQICLPAIYKVFPNSAPLEGGTRLTICGWDFGF 

RRNNKFDLKKTRVLLGNESCTLTLSESTMNTLKCTVGPAMNKHFNMS III SNGHGTTQY 

STFSYVDPVITSISPKYGPMAGGTLLTLTGNYLNSGNSRHISIGGKTCTLKSVSNSILE 

CYTPAQTI STEFAVKLKIDLANRETSIFSYREDPIVYEIHPTKSFI SGGSTITGVGKNL 

NSVSVPRIWIIWHEAGRNFWACQHRSNSEIICCTTPSLQQLNLQLPLKTKAFFMLDGI 

LSKYFDLIYVHNPVFKPFEKPVMISMGNENVLEIKGNDIDPEAVKGEVLKVGNKSCENI 

HLHSEAVLCTVPNDLLKLNSELNIEVGFLHSSHDVNKEASVIMLFSGLK 
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hsu08818_t9.pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta:MET_HUMAN 
Sequence documentation: 

Hepatocyte growth factor receptor precursor (EC 2,7.1.112) {Met 
proto- oncogene tyrosine kinase) (c-met) (HGF receptor) (HGF-SF 
receptor). Homo sapiens (Human). P08581; 060366; Q9UPL8; 

Alignment of: HSU08818_T9 x MET_HUMAN 

• . a . • 

1 MKAPAVLAPGILVLLFTLVQRSNGECKEALAKSEMNVNMKYQLPNFTAET 50 

IIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

1 MKAPAVLAPGILVLLFTLVQRSNGECKEALAKSEMNVNM^ 50 

51 PIQNVILHEHHIFLGATNYIYVLNEEDLQKVAEYKTGPVLEHPDCFPCQD 100 

llllllllllllllllllllllllllllllllllllllllllllllllll 
51 PIQNVILHEHHIFLGATNYIYVLNEEDLQKVAEYKTGPVLEHPDCFPCQD 100 

101 CSSKAlSniiSCSGWKDNINMALVVDTYYDDQLISCGSWRGTC 150 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

101 CSSKANLSGGVWKDNINMALWDTYYDDQLISCGSVNRGTCQRHVFPHNH 150 

151 TADIQSEVHCIFSPQIEEPSQCPDCWSALGAKVLSSVKDRFINFFVGNT 200 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 
151 TADIQSEVHCIFSPQIEEPSQCPDCWSALGAKVLSSVKDRFINFFVGNT 200 

201 INSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYV 250 

IMIIIIIMIMIIIIMIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

• 201 INSSYFPDHPLHSISVRRLKETKDGFMFLTDQSYIDVLPEFRDSYPIKYV 250 

251 HAFESNNFIYFLTVQRETLDAQTFHTRIIRFCSINSGLHSYMEMPLECIL 300 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
251 HAFESNNFIYFLTVQRETLDAQTFHTRIIRFCSINSGLHSYMEMPLECIL 300 

301 TEKRKKRSTKKEVFNILQAAYVSKPGAQLARQIGASLNDDILFGVFAQSK 350 

IIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
301 TEKRKKRSTKKEVFNILQAAYVSKPGAQLARQIGASLNDDILFGVFAQSK 350 

351 PDSAEPMDRSAMCAFPIKYVNDFFNKIVNKNNVRCLQHFYGPNHEHCFNR 400 

II 1 1 II II I III IMIIIIII I III MM MM I MM Mill II Mill 

351 PDSAEPMDRSAMCAFPIKYVNDFFNKIVNKIJNWCLQHFYGPm 400 

401 TLLRNSSGCEARRDEYRTEFTTALQRVDLFMGQFSEVLLTSISTFIKGDL 450 

llllllllllllllllllllllllllllllllllllllllllllllllll 
401 TLLRNSSGCEARRDEYRTEFTTALQRVDLFMGQFSEVLLTSISTFIKGDL 450 

451 TIANLGTSEGRFMQVWSRSGPSTPHVNFLLDSHPVSPEVIVEHTLNQNG 500 

IIIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMIIIIIM 

451 TIANLGTSEGRFMQVWSRSGPSTPHVNFLLDSHPVSPEVIVEHTLNQNG 500 

501 YTLVITGKKITKIPLNGLGCRHFQSCSQCLSAPPFVQCGWCHDKCVRSEE 550 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 
501 YTLVITGKKITKIPLNGLGCRHFQSCSQCLSAPPFVQCGWCHDKCVRSEE 550 

• • • » • 

551 CLSGTWTQQICLPAIYKVFPNSAPLEGGTRLTICGWDFGFRRNNKFDLKK 600 

MllllllllllllilMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

551 CLSGTWTQQICLPAIYKVFPNSAPLEGGTRLTICGWDFGFRRNNKFDLKK 600 
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601 TRVLLGNESCTLTLSESTMNTLKCTVGPAMNKHFNMSIIISNGHGTTQYS 650 

lllllllllllllllllillllMIIIIIIIIIIIIIIIIIIIIIIIIM 

601 TRVLLGNESCTLTLSESTMNTLKCTVGPAMNKHFNMSIIISNGHGTT^^ 650 
651 TFSYVDPVITSISPKYGPMAGGTLLTLTGNYLNSGNSRHISIGGKTCTLK 700 

IIIIIMIMIMIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIM 

651 TFSYVDPVITSISPKYGPMAGGTLLTLTGNYLNSGNSRHISIGGKTCTLK 700 
701 SVSNSILECYTPAQTISTEFAVKLKIDLANRETSIFSYREDPIVYEIHPT 750 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIMMIIIIII 

701 SVSNSILECYTPAQTISTEFAVKLKIDLANRETSIFSYREDPIVYEIHPT 750 

751 KSFISGGSTITGVGKNLNSVSVPRMVINVHEAGRNFTVACQHRSNSEIIC 800 

IIIIIIIMIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 
751 KSFISGGSTITGVGKNLNSViSVPRMVINVHEAGRNFTVACQHRSNSEIIC 800 

• • • • • 

801 CTTPSLQQLNLQLPLKTKAFFMLDGILSKYFDLIYVHNPVFKPFEKPVMI 850 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIMIIIIIIMMIIMI 

801 CTTPSLQQLNLQLPLKTKAFFMLDGILSKYFDLIYVHNPVFKPFEKPVMI 850 

851 SMGNENVLEIKGNDIDPEAVKGEVLKVGNKSCENIHLHSEAVLCTVPNDL 900 

IIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMI 
851 SMGNENVLEIKGNDIDPEAVKGEVLKVGNKSCENIHLHSEAVLCTVPNDL 900 

901 LKLNSELNIEVGFLHSSHDVNKEASVIMLFSGLK 934 

IIIIIIMII 

901 LKLNSELNIE 910 




H 

Be ^ 



Fig. 5a 

IL6J6 (SEQ ID NO: 7) 

ccatgtttggtaaataagtgttttggtgttgtgcaagggtctggtttcagcctgaagcca 
tctcagagctgtctgggtctctggagactggagggacaacctagtctagagcccatttgc 
atgagaccaaggatcctcctgcaagagacaccatcctgagggaagagggcttctgaacca 
gcttgacccaataagaaattcttgggtgccgacgcggaagcagattcagagcctagagcc 
gtgcctgcgtccgtagtttccttctagcttcttttgatttcaaatcaagacttacaggga 
gagggagcgataaacacaaactctgcaagatgccacaaggtcctcctttgacatccccaa 
caaagaggactggagatgtctgaggctcattctgccctcgagcccaccgggaacgaaaga 
gaagctctatctcccctccaggagcccagct^^aactccttctccacaagcgccttcgg 
tccagttgccttctccctggggctgctcctggtgttgcctgctgccttccctgccccagt 
acccccaggagaagattccaaagatgtagccgccccacacagacagccactcacctcttc 
agaacgaattgacaaacaaattcggtacatcctcgacggcatctcagccctgagaaagga 
gacatgtaacaagagtaacatgtgtgaaagcagcaaagaggcactggcagaaaacaacct 
gaaccttccaaagatggctgaaaaagatggatgcttccaatctggattcaatgaggagac 
ttgcctggtgaaaatcatcactggtcttttggagtttgaggtatacctagagtacctcca 
gaacagatttgagagtagtgaggaacaagccagagctgtgcagatgagtacaaaagtcct 
gatccagttcctgcagaaaaaggtgggtgtgtcctcattccctcaacttggtgtggggga 
agacaggctcaaagacagtgtcctggacaactcagggatgcaatgccacttccaaaagag 
aaggctacacgtaaacaaaagagtc^^kaatagtttctgattgttattgttaaatctt 
tttttgtttgtttggttggttggctctcttctgcaaaggacatcaa 



Fig. 5b 

XL'S T6 (SEQ ID NO: 5) 

MNSFSTSAFGPVAFSLGLLLVLPAAFPAPVPPGEDSKDVAAPHRQPLTSSERIDKQIRYI 
LDGISALRKETCNKSISIMCESSKEALAENNLNLPKMAEKDGCFQSGFNEETCLVKIITC 
EFEVYLEYLQNRFESSEEQARAVQMSTKVLIQFLQKKVGVSSFPQLGVGEDRLKDSVLDN 
SGMQCHFQKRRLHVNKRV 



Pig. 7 

S56892_p6{t6) .pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta: IL6_HUMAN 
Sequence documentation: 

Interleukin-6 precursor {IL-6) (B-cell stimulatory factor 2) (BSF-2) 
(Interferon beta-2) (Hybridoma growth factor) (CTL differentiation 
factor) (CDF). Homo sapiens (Hximan) . P05231; Q9UCU2; Q9UCU3; 

Q9UCU4 ; 

Alignment of: S56892_P6 x IL6_HUMAN 

1 MNSFSTSAFGPVAFSLGLLLVLPAAFPAPVPPGEDSKDVAAPHRQPLTSS 50 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 

1 MNSFSTSAFGPVAFSLGLLLVLPAAFPAPVPPGEDSKDVAAPHRQPLTSS 50 
51 ERIDKQIRYILDGISALRKETCNKSNMCESSKEALAENNLNLPKMAEKDG 100 

IMIIIIIMIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIIIII 

51 ERIDKQIRYILDGISALRKETCNKS^^yECESSKEAIAEN^^:iNLPK^^ 100 

101 CFQSGFNEETCLVKIITGLLEFEVYLEYLQNRFESSEEQARAVQMSTKVL 150 

IMIIIIIIIIIIIIIIIMIIMIIIIMIIIIIIIIIIIIIIMIIII 

101 CFQSGFNEETCLVKIITGLLEFEVYLEYLQNRFESSEEQARAVQMSTKVL 150 

151 IQFLQKKVGVSSFPQLGVGEDRLKDSVLDNSGMQCHFQKRRLHVNKRV 198 
Illllll 

151 IQFLQKK 157 



I 
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I 
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H 



Fig. 9a 



IL-7 T7 (SEQ ID MO; 11) 

aagacgaatagtttgatttattagccaattcagataaatgtgcacgtggaagtcatagtt 
aaatattatcgtcagtttccacgtcctgcgtttaatttggggtttgattttccaaataca 
acacttaccagattaggtggacccacaggattatttttccttgaggtctcacctgagcag 
gtgcatgtacagcagacggagcagaaagagactgattagagaggttggagtggtagaggg 
cgtgaccctcttaatcattcttcacttccttttttaaaagacgacttggcatcgtccacc 
acatccgcggcaacgcctccttggtgtcgtccgcttccaataacccagcttgcgtcctgc 
acacttgtggcttccgtgcacacattaacaactcatggttctagctcccagtcgccaagc 
gttgccaaggcgttgagagatcatctgggaagtcttttacccagaattgctttgattcag 
gccagctggtttttcctgcggtgattcggaaattcgcgaattcctctggtcctcatccag 
gtgcgcgggaagcaggtgcccaggagagaggggataatgaagattccatgctgatgatcc 
caaagattgaacctgcagaccaagcgcaaagtagaaactgaaagtacactgctggcggat 
cctacggaagttatggaaaaggcaaagcgcagagccacgccgtagtgtgtgccgcccccc 
ttgggatggatgaaactgcagtcgcggcgtgggtaagaggaaccagctgcagagatcacc 
ctgcccaacacagactcggcaactccgcggaagaccagggtcctgggagtgactatgggc 
9p^2,^5^^^^^9^^^^^9ctccagttgcggtcatcatgactacgcccgcctcccgcagac 
c^Tgttccatgtttcttttaggtatatctttggacttcctcccctgatccttgttctgtt 
gccagtagcatcatctgattgtgatattgaaggtaaagatggcaaacaatatgagagtgt 
tctaatggtcagcatcgatcaattattggacagcatgaaagaaattggtagcaattgcct 
gaataatgaatttaacttttttaaaagacatatctgtgatgctaataaggaaggtatgtt 
tttattccgtgctgctcgcaagttgaggcaatttcttaaaatgaatagcactggtgattt 
tgatctccacttattaaaagtttcagaaggcacaacaatactgttgaactgcactggcca 
ggttaaaggaagaaaaccagctgccctgggtgaagcccaaccaacaaagagtttgtcctc 
aggactacagaagcagttcaca ttt tacagatcaaacggacgacacacacattctttcca 
ctgcaaattgtcctttctccac^^aaggtatcagtttctccaaataaattgtatcaact 
tgagggcagacacttaattacatcttattatctcgatccccatcattgcatatccagaaa 
gagcacataaagcgtttttcaatgcttattttagttgatggactatttgtttctttgttt 
tgaccaataagactgaataaagataactgaggggaaaaaaattaacaactaatcaggaaa 
taaacttttttcggatttatgaaataatttgttgacatgctctacaggagtgaccttaac 
atacctaatggtaactaaaactgttctctttaattacaaaattcccagcatctatcctac 
tatgatactatctgaagataggcaccaataatacaaatgtttatccaaa 



Fig. 9b. 



IL-7 T7 (SEQ ID NO; 9) 

MFHVSFRYIFGLPPLILVLLPVASSDCDIEGKDGKQYESVLMVSIDQLLDSMKEIGSNCL 
NNEFNFFKRHICDANKEGMFLFRAARKLRQFLKMNSTGDFDLHLLKVSEGTTILLNCTGQ 
VKGRKPAALGEAQPTKSLSSGLQKQFTFYRSNGRHTHSFHCKLSFLH 



Fig. 9c 



IL7-T8 (SEQ ID NO; 15) 

aagacgaatagtttgatttattagccaattcagataaatgtgcacgtggaagtcatagtt 
aaatattatcgtcagtttccacgtcctgcgtttaatttggggtttgattttccaaataca 
acacttaccagattaggtggacccacaggattatttttccttgaggtctcacctgagcag 
gtgcatgtacagcagacggagcagaaagagactgattagagaggttggagtggtagaggg 
cgtgaccctcttaatcattcttcacttccttttttaaaagacgacttggcatcgtccacc 
acatccgcggcaacgcctccttggtgtcgtccgcttccaataacccagcttgcgtcctgc 
acacttgtggcttccgtgcacacattaacaactcatggttctagctcccagtcgccaagc 
gttgccaaggcgttgagagatcatctgggaagtcttttacccagaattgctttgattcag 
gccagctggtttttcctgcggtgattcggaaattcgcgaattcctctggtcctcatccag 
gtgcgcgggaagcaggtgcccaggagagaggggataatgaagattccatgctgatgatcc 
caaagattgaacctgcagaccaagcgcaaagtagaaactgaaagtacactgctggcggat 
cctacggaagttatggaaaaggcaaagcgcagagccacgccgtagtgtgtgccgcccccc 
ttgggatggatgaaactgcagtcgcggcgtgggtaagaggaaccagctgcagagatcacc 
ctgcccaacacagactcggcaactccgcggaagaccagggtcctgggagtgactatgggc 
ggtgagagcttgctcctgctccagttgcggtcatcatgactacgcccgcctcccgcagac 
cg^ttccatgtttcttttaggtatatctttggacttcctcccctgatccttgttctgtt 
gccagtagcatcatctgattgtgatattgaaggtaaagatggcaaacaatatgagagtgt 
tctaatggtcagcatcgatcaattattggacagcatgaaagaaattggtagcaattgcct 
gaataatgaatttaacttttttaaaagacatatctgtgatgctaataaggaaggtatgtt 
tttattccgtgctgctcgcaagttgaggcaatttcttaaaatgaatagcactggtgattt 
tgatctccacttattaaaagtttcagaaggcacaacaatactgttgaactgcactggcca 
ggttaaaggaagaaaaccagctgccctgggtgaagcccaaccaacaaagagtttggtgga 
actgatcattccttcatgtatgcctccactgctcagctcaacaagtaactct tTAfij taacc 
taccacctgttatctctgggagagggacatatgtttgccaatttctatcttcaatgctta 
tcacaaattttcttatatttgaaataatctgattcaaatgagaactttaacctaaaactt 
taattggaaagacaatcttataaaaatcttataacatattc 



Fig. 9d 



IL7 T8 (SEQ ID NO: 13) 

MFHVSFRYIFGLPPLILVLLPVASSDCDIEGKDGKQYESVLMVSIDQLLDSMKEIGSNCL 

NNEFNFFKRHICDi^SfKEGMFLFRAARKLRQFLKmSTGDFDLHLLKVSEGTTILLNC 

VKGRKPAALGEAQPTKSLVELIIPSCMPPLLSSTSNS 



Fig. 11a 

humil7a_p4(t7) .pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. fasta: IL7_HUMAN 
Sequence documentation: 

Interleukin-7 precursor {IL-7) . Homo sapiens (Human). P13232; 
Alignment of: HUMIL7A_P4 x IL7_HUMAN 

1 MFHVSFRYIFGLPPLILVLLPVASSDCDIEGKDGKQYESVLMVSIDQLLD 50 



51 SMKEIGSNCLNNEFNFFKRHICDANKEGMFLFRAARKLRQFLKMNSTGDF 100 



1 




50 



51 




100 



101 



DLHLLKVSEGTTILLNCTGQVKGRKPAALGEAQPTKSLSSGLQKQFTFYR 



150 



101 




138 



151 



SNGRHTHSFHCKLSFLH 



138 



138 
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humil7a_p5 ( t8 ) . pf s 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta: IL7_HUMAN 
Sequence documentation: 

Interleukin-7 precursor {IL-7) . Homo sapiens (Human) . P13232; 
Alignment of: HUMIL7A_P5 x IL7_HUMAN 

1 MFHVSFRYIFGLPPLILVLLPVASSDCDIEGKDGKQYESVLMVSIDQLLD 50 



51 SMKEIGSNCLNNEFNFFKRHICDANKEGMFLFRAARKLRQFLKMNSTGDF 100 



* 101 DLHLLKVSEGTTILLNCTGQVKGRKPAALGEAQPTKSLVELIIPSCMPPL 150 



1 




50 



51 




100 



101 




138 



151 



LSSTSNS 



157 



138 



138 
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TIIFR9 T4 (SEQ ID NO: 19) 

gagaccaaggagtggaaagttctccggcagccctgagatctcaagagtga 

catttgtgagaccagctaatttgattaaaattctcttggaatcagctttgctagtatcat 

acctgtgccagatttcatc^^ggaaacagctgttacaacatagtagccactctgttgct 

ggtcctcaactttgagaggacaagatcattgcaggatccttgtagtaactgcccagctgg 

tacattctgtgataataacaggaatcagatttgcagtccctgtcctccaaatagtttctc 

cagcgcaggtggacaaaggacctgtgacatatgcaggcagtgtaaaggtgttttcaggac 

caggaaggagtgttcctccaccagcaatgcagagtgtgactgcactccagggtttcactg 

cctgggggcaggatgcagcatgtgtgaacaggattgtaaacaaggtcaagaactgacaaa 

aaaaggttgtaaagactgttgctttgggacatttaacgatcagaaacgtggcatctgtcg 

accctggacaaacatcagagtggctgacgaatggaatcatgattcacaagaaaagtat^^ 

^ctattttctcggacttagctgaattctgtctttggaaagtggcttttttaaaaagctgt 

tctttggatggaaagtctgtgcttgtgaatgggacgaaggagagggacgtggtctgtgga 

ccatctccagccgacctctctccgggagcatcctctgtgaccccgcctgcccctgcgaga 

gagccaggacactctccgcagatcatctccttctttcttgcgctgacgtcgactgcgttg 

ctcttcctgctgttcttcctcacgctccgtttctctgttgttaaacggggcagaaagaaa 

ctcctgtatatattcaaacaacgtaagattaacataatcatattacagctctggca 



Fig. 13b 

TNFR9 T4 (SEQ ID NO: 17) 



MGNSCYNIVATLLLVLNFERTRSLQDPCSNCPAGTFCDNNRNQICSPCPPNSFSSAGGQR 
TCDICRQCKGVFRTRKECSSTSNAECDCTPGFHCLGAGCSMCEQDCKQGQELTKKGCKDC 
CFGTFNDQKRGICRPWTNIRVADEWNHDSQEKY 



Fig. 15 

hsu03397_p4 (T4) .pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw.fasta:TNR9_HUMAN 
Sequence documentation: 

Tumor necrosis factor receptor superfamily member 9 precursor (4-lBB 
ligand receptor) (T-cell antigen 4-lBB homolog) (T-cell antigen ILA) 
{CD137 antigen). Homo sapiens (Human). Q07011; 

Alignment of: HSU03397_P4 x TNR9_HUMAN 

1 MGNSCYNIVATLLLVLNFERTRSLQDPCSNCPAGTFCDNNRNQICSPCPP 50 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIMIIIIIIIIII 

1 MGNSCYNIVATLLLVLNFERTRSLQDPCSNCPAGTFCDNNRNQICSPCPP 50 
51 NSFSSAGGQRTCDICRQCKGVFRTRKECSSTSNAECDCTPGFHCLGAGCS 100 

MMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMI 

51 NSFSSAGGQRTCDICRQCKGVFRTRKECSSTSNAECDCTPGFHCLGAGCS 100 

101 MCEQDCKQGQELTKKGCKDCCFGTFNDQKRGICRPWTNIRVADEWNHDSQ 150 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIII 
101 MCEQDCKQGQELTKKGCKDCCFGTFNDQKRGICRPWTN . . 138 

151 EKY 153 

138 . . . 138 



Fig. 17a 

IL-AR T4 (SEQ ID NO; 23) 

tgcagtgcccgacagattgtactagttactgattgaagggctgttttactatccaaatgtggctggagtaggagttgggt 
aaacatttattgaagaatgtgcaaccactctcacttggaagccgggctgttaggaaggggaggaggattccagtcgccca 
gccctcccccaccaaacgcaactgccccggcgcaaaagaggccgcggaggccaggcaggagcaggtcctggaggcctggt 
cggcgtgggcgttttattccgagaccaaggggatccactgcagagttctccgctgggcgtgacctcgggctacggcgtgg 
gaggaagcgcgcggcaagacacccagcgaggtgctggggtcgcccccaggagaggacggcggctcggactgtccggcggc 
ggcggcggggacagcgacaggggcgcgaggtggccgggacccgggccgggcgcgccgggcggggcggcgcatgcaaatct 
gccgggcgccggggcggggagcaggaagccggggcgggctgggtctccgcgcccaggaaagccccgcgcggcgcgggcca 
gggaagggccacccaggggtcccccacttcccgcttgggcgcccggacggcgaatggagcaggggcgcgcagataattaa 
agatttacacacagctggaagaaatcatagagaagccgggcgtggtggctcatgcctataatc cca gcacttttggaggc 
tgaggcgggcagatcacttgagatcaggagttcgagaccagcctggtgccttggcatctccca^^ggtggctttgctc 
tgggctcctgttccctgtgagctgcctggtcctgctgcaggtggcaagctctgggaacatgaaggtcttgcaggagccca 
cctgcgtctccgactacatgagcatctctacttgcgagtggaagatgaatggtcccaccaattgcagcaccgagctccgc 
ctgttgtaccagctggtttttctgctctccgaagcccacacgtgtatccctgagaacaacggaggcgcggggtgcgtgtg 
ccacctgctcatggatgacgtggtcagtgcggataactatacactggacctgtgggctgggcagcagctgctgtggaagg 
gctccttcaagcccagcgagcatgtcctcccacctttgaaacggagctggtcgcagf^accaccaagcccccttcagcc 
cagctgtttccacccctgaacttaagtgcccaggaaggcgtattgagatgaggtgtgcttgctggaaggcatgcctgctg 
ctgattgaaaaccgaactgggaacagtccttccattctgtgtccactggtcagctgctgcggctttggatggtcttgacc 
gtggaaggctgaccttcttctggtacccggagtccctgcaggaatcccccttgagcttgctgggctgtggtgacaggagt 
ttaaaacatgcgttgtattccagtgatgcatgatatgacatgcatcacaggaataaaaacctgaggtctcatggatatga 
ttgcttcaaaggagaccaagttttaaaacagatgaatcaaaataaagaaaaatactcagtaaatcatcataaagtacaga 
gatgtggccaaaggtgtgaaggatgcagctgtaaaagctgaagtttgaggccgggtgtggtggttcatgcctataatccc 
agcactttgggaggccgagcccagcggatcaccggaggtcaggagttcgagaccagcctggacaacatgtgaaacccagg 
gccccaggaaacctgacagttcacaccaatgtctccgacactctgctgctgacctggagcaacccgtatccccctgacaa 
ttacctgtataatcatctcacctatgcagtcaacatttggagtgaaaacgacccggcagatttcagaatctataacgtga 
cctacctagaaccctccctccgcatcgcagccagcaccctgaagtctgggatttcctacagggcacgggtgagggcctgg 
gctcagtgctataacaccacctggagtgagtggagccccagcaccaagtggcacaactcctacagggagcccttcgagca 
gcacctcctgctgggcgtcagcgtttcctgcattgtcatcctggccgtctgcctgttgtgctatgtcagcatcaccaaga 
ttaagaaagaatggtgggatcagattcccaacccagcccgcagccgcctcgtggctataataatccaggatgctcagggg 
tcacagtgggagaagcggtcccgaggccaggaaccagccaagtgcccacactggaagaattgtcttaccaagctcttgcc 
ctgttttctggagcacaacatgaaaagggatgaagatcctcacaaggctgccaaagagatgcctttccagggctctggaa 
aatcagcatggtgcccagtggagatcagcaagacagtcctctggccagagagcatcagcgtggtgcgatgtgtggagttg 
tttgaggccccggtggagtgtgaggaggaggaggaggtagaggaagaaaaagggagcttctgtgcatcgcctgagagcag 
cagggatgacttccaggagggaagggagggcattgtggcccggctaacagagagcctgttcctggacctgctcggagagg 
agaatgggggcttttgccagcaggacatgggggagtcatgccttcttccaccttcgggaagtacgagtgctcacatgccc 
tgggatgagttcccaagtgcagggcccaaggaggcacctccctggggcaaggagcagcctctccacctggagccaagtcc 
tcctgccagcccgacccagagtccagacaacctgacttgcacagagacgcccctcgtcatcgcaggcaaccctgcttacc 
gcagcttcagcaactccctgagccagtcaccgtgtcccagagagctgggtccagacccactgctggccagacacctggag 
gaagtagaacccgagatgccctgtgtcccccagctctctgagccaaccactgtgccccaacctgagccagaaacctggga 
gcagatcctccgccgaaatgtcctccagcatggggcagctgcagcccccgtctcggcccccaccagtggctatcaggagt 
ttgtacatgcggtggagcagggtggcacccaggccagtgcggtggtgggcttgggtcccccaggagaggctggttacaag 
gccttctcaagcctgcttgccagcagtgctgtgtccccagagaaatgtgggtttggggctagcagtggggaagaggggta 
taagcctttccaagacctcattcctggctgccctggggaccctgccccagtccctgtccccttgttcacctttggactgg 
acagggagccacctcgcagtccgcagagctcacatctcccaagcagctccccagagcacctgggtctggagccgggggaa 
aaggtagaggacatgccaaagcccccacttccccaggagcaggccacagacccccttgtggacagcctgggcagtggcat 
tgtctactcagccccttacctgccacctgtgcggccacctgaaacagtgtcatggccaggaggatggtggccagacccct 
gtcatggccagtccttgctgtggctgctgctgtggagacaggtcctcgccccctacaacccccctgagggccccagaccc 
ctctccaggtggggttccactggaggccagtctgtgtccggcctccctggcaccctcgggcatctcagagaagagtaaat 
cctcatcatccttccatcctgcccctggcaatgctcagagctcaagccagacccccaaaatcgtgaactttgtctccgtg 
ggacccacatacatgagggtctcttaggtgcatgtcctcttgttgctgagtctgcagatgaggactagggcttatccatg 
cctgggaaatgccacctcctggaaggcagccaggctggcagatttccaaaagacttgaagaaccatggtatgaaggtgat 
tggccccactgacgttggcctaacactgggctgcagagactggaccccgcccagcattgggctgggctcgccacatccca 
tgagagtagagggcactgggtcgccgtgccccacggcaggcccctgcaggaaaactgaggcccttgggcacctcgacttg 
tgaacgagttgttggctgctccctccacagcttctgcagcagactgtccctgttgtaactgcccaaggcatgttttgccc 
accagatcatggcccacatggaggcccacctgcctctgtctcactgaactagaagccgagcctagaaactaacacagcca 
tcaagggaatgacttgggcggccttgggaaatcgatgagaaattgaacttcagggagggtggtcattgcctagaggtgct 
cattcatttaacagagcttccttaggttgatgctggaggcagaatcccggctgtcaaggggtgttcagttaaggggagca 
acagaggacatgaaaaattgctgtgactaaagcagggacaatttgctgccaaacacccatgcccagctgtatggctgggg 
gctcctcgtatgcatggaacccccagaataaatatgctcagccaccctgtgggccgggcaatccagacagcaggcataag 
gcaccagttaccctgcatgttggcccagacctcaggtgctagggaaggcgggaaccttgggttgagtaatgctcgtctgt 
gtgttttagtttcatcacctgttatctgtgtttgctgaggagagtggaacagaaggggtggagttttgtataaataaagt 
ttctttgtctctttaaaaattatgtattaaccaaacatacctccagac 



Fig. 17b 

IL-4R T4 (SEQ ID NO: 21) 



MGWLCSGLLFPVSCLVLLQVASSGNMKVLQEPTWSDYMSISTCEWKMNGPTNCSTELR 

IJJYQLVFIXSEAHTCIPENNGGAGCVCHIiMDDWSADNYTLDLWAGQQLLWKGSFK^ 

EHVLPPLKRSWSQ 



Fig. 17c 



IL-4R Til (SEQ ID NO: 27) 



tgcagtgcccgacagattgtactagttactgattgaagggctgttttactatccaaatgtggctggagtaggagttgggt 
aaacatttattgaagaatgtgcaaccactctcacttggaagccgggctgttaggaaggggaggaggattccagtcgccca 
gccctcccccaccaaacgcaactgccccggcgcaaaagaggccgcggaggccaggcaggagcaggtcctggaggcctggt 
cggcgtgggcgttttattccgagaccaaggggatccactgcagagttctccgctgggcgtgacctcgggctacggcgtgg 
gaggaagcgcgcggcaagacacccagcgaggtgctggggtcgcccccaggagaggacggcggctcggactgtccggcggc 
ggcggcggggacagcgacaggggcgcgaggtggccgggacccgggccgggcgcgccgggcggggcggcgcatgcaaatct 
gccgggcgccggggcggggagcaggaagccggggcgggctgggtctccgcgcccaggaaagccccgcgcggcgcgggcca 
gggaagggccacccaggggtcccccacttcccgcttgggcgcccggacggcgaatggagcaggggcgcgcagataattaa 
agatttacacacagctggaagaaatcatagagaagccgggcgtggtggctcatgcctataatc ccag cacttttggaggc 
tgaggcgggcagatcacttgagatcaggagttcgagaccagcctggtgccttggcatctccca^^gggtggctttgctc 
tgggctcctgttccctgtgagctgcctggtcctgctgcaggtggcaagctctgggaacatgaaggtcttgcaggagccca 
cctgcgtctccgactacatgagcatctctacttgcgagtggaagatgaatggtcccaccaattgcagcaccgagctccgc 
ctgttgtaccagctggtttttctgctctccgaagcccacacgtgtatccctgagaacaacggaggcgcggggtgcgtgtg 
ccacctgctcatggatgacgtggtcagtgcggataactatacactggacctgtgggctgggcagcagctgctgtggaagg 
gctccttcaagcccagcgagcatgtgaaacccagggccccaggaaacctgacagttcacaccaatgtctccgacactctg 
ctgctgacctggagcaacccgtatccccctgacaattacctgtataatcatctcacctatgcagtcaacatttggagtga 
aaacgacccggcagatttcagaatctataacgtgacctacctagaaccctccctccgcatcgcagccagcaccctgaagt 
ctgggatttcctacagggcacgggtgaggg cctg ggctcagtgctataacaccacctggagtgagtggagccccagcacc 
aagtggcacaactgtgagtatcaagaggcc^^jgcaatggtaatctccactctccattcttcccctgtggccagacactt 
cc cc tggc tgag t c t c tgggc 



Fig. 18 



IL-4R Til (SEQ ID NO: 25) 

MG^nXSGLLFPVSCLVLLQVASSGaiiMKWXJEPTCVSDTO^ 
LLYQLWLLSEAHTCIPENNGGAGCVCHLLMDDWSADNYTLDLWAGQQIi 
EHVKPRAPGNLT\mTWSDTLLLTWSNPYPPDNYLYNHLTYAWIWSE^ 
TYLEPSLRIAASTLKSGISYIU^VRAWAQCYOTTWSEWSPSTKWHNCEYQEA 
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Fig. 19a 

cds-2_hsil4r_t4 .pf s 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. fasta:IL4R_HUMAN 
Sequence documentation: 

Interleukin-4 receptor alpha chain precursor (IL-4R-alpha) (CD124 
antigen). Homo sapiens (Human). P24394; Q96P01; 

Alignment of: CDS-2_HSIL4R_T4 x IL4R_HUMAN 

1 MGWLCSGLLFPVSCLVLLQVASSGNMKVLQEPTCVSDYMSISTCEWKl^ 50 



1 




51 



PTNC STELRLL YQLVFLLSEAHTC I PENNGGAGC VCHLLMDDWSADNYT 100 



51 




101 



LDLWAGQQLLWKGSFKPSEHVLPPLKRSWSQ 



131 



101 



1 1 1 1 1 1 1 1 1 N M 1 1 1 1 M i I 

LDLWAGQQLLWKGSFKPSEHV 



121 



Fig* 19b 



cds-2_hsil4r_tll .pf s 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta: IL4R_HUMAN 
Sequence documentation: 

Interleukin-4 receptor alpha chain precursor {IL-4R-alpha) {CD124 
antigen) . Homo sapiens (Human) . P24394; Q96P01; 



Alignment of: CDS-2_HSIL4R_T11 x IL4R_HUMAN 

1 MGWLCSGLLFPVSCLVLLQVASSGNMKVLQEPTCVSDYMSISTCEWK^ 50 

IIIIIIIIIMIIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIIIIII 
1 MGWLCSGLLFPVSCLVLLQVASSGlSnyKVLQEPTCVSDYMSISTCEWKm 50 

51 PTNCSTELRLLYQLVFLLSEAHTCIPENNGGAGCVCHLLMDDWSADNYT 100 

llllllllillllllllllMIIIIIIIIIIIIIIIMIIIIIIIIIMI 
51 PTNCSTELRLLYQLVFLLSEAHTCIPEI^GGAGCVCHIilJmDWSADNyT 100 

101 LDLWAGQQLLWKGSFKPSEHVKPRAPGNLTVHTNVSDTLLLTWSNPYPPD 150 

IIIMIMIIIIIIIIIIIMIIIIIIIIIMIIIIIIIIMIIIIIIII 

101 LDLWAGQQLLWKGSFKPSEHVKPRAPGNLTVHTNVSDTLLLTWSNPYPPD 150 
151 NYLYNHLTYAVNIWSENDPADFRIYNVTYLEPSLRIAASTLKSGISYRAR 200 

IIIMIMMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIillll 

151 NYLYNHLTYAVNIWSENDPADFRIYNVTYLEPSLRIAASTLKSGISYRAR 200 
201 VRAWAQCYNTTWSEWSPSTKWHNCEYQEA 229 

IIIIIIIIIIIIMIIIIIIIII 

201 VRAWAQCYNTTWSEWSPSTKWHN 223 



Fig. 21a 



TGR2J7 (SEQ ID NO; 31) 

acctaaagaaaaacattttacaacttgacagtgtatgcacatacatacatgcatatagac 
acaactgaagcacaaatttaatgaagtagaatttaccgttactattttatttgggaaaga 
aatgtgctcgcgactcaatagattggagtattcactcctggatctcaacttgcaatttga 
aaacgcatctctaaagcacctaggagcaatctgaagaaagctgaggggaggcggcagatg 
ttctgatctactagggaaaacgtggacgttttctgttgttactttgtgaactgtgtgcac 
ttagtcattcttgagtaaatacttggagcgaggaactcctgagtggtgtgggagggcggt 
gaggggcagctgaaagtcggccaaagctctcggaggggctggtctaggaaacatgattgg 
cagctacgagagagctaggggctggacgtcgaggagagggagaaggctctcgggcggaga 
gaggtcctgcccagctgttggcgaggagtttcctgtttcccccgcagcgctgagttgaag 
ttgagtgagtcactcgcgcgcacggagcgacgacacccccgcgcgtgcacccgctcggga 
caggagccggactcctgtgcagcttccctcggccgccgggggcctccccgcgcctcgccg 
gcctccaggccccctcctggctggcgagcgggcgccacatctggcccgcacatctgcgct 
gccggcccggcgcggggtccggagagggcgcggcgcggaggcgcagccaggggtccggga 
aggcgccgtccgctgcgctgggggctcggtctatgacgagcagcggggtctgcc^^ggt 
cgggggctgctcaggggcctgtggccgctgcacatcgtcctgtggacgcgtatcgccagc 
acgatcccaccgcacgttcagaagtcggttaataacgacatgatagtcactgacaacaac 
ggtgcagtcaagtttccacaactgtgtaaattttgtgatgtgagattttccacctgtgac 
aaccagaaatcctgcatgagcaactgcagcatcacctccatctgtgagaagccacaggaa 
gtctgtgtggctgtatggagaaagaatgacgagaacataacactagagacagtttgccat 
gaccccaagctcccctaccatgactttattctggaagatgctgcttctccaaagtgcatt 
atgaaggaaaaaaaaaagcctggtgagactttcttcatgtgttcctgtagctctgatgag 
tgcaatgacaacatcatcttctcagaaggtgagttttcttct ctt aagggtgtgggacct 
gagatctgtgccaattttttgtatccttggtctgcagtgtca^^gcacattcctcctg 
tggtggattgcatacagtggattaggagctcattcagctggtggaaagaggggcttgggg 
agtagcagggtttgttctggttctcatcaaatatggttgactggggcaaacattattatt 
tgtctttgacaaatagtttctttcacctagagcagtgtttctcaaagtgcggccccttga 
gcagccagcatcagtatcacctgggaacctgttataaatgcagattctcaggccccacta 
aatgagaaacatagagggtgaaccccagctatctgtattttaacaagccctcccagtaat 
tctgtgcagctaaaatttggtaactattgttctaaagatttggatggggttgtttaatct 
tggaggaggactttctttataactgatgttgtttcttgtacatagtcccaggatttgtct 
ttagggtacttgtcatcgatcccatttgagagacactttgcaatacagag 



Fig. 21b 

TGR2J7 (SEQ ID NO; 29) 



MGRGLLRGLWPLHIVLWTRIASTIPPHVQKSVN]SroMIWD^^^IGAVKFPQLC 

CDNQKSCMSNCSITSICEKPQEVCVAVWRKNDENITLETVCHDPKLPYHDFILEDAASPK 

CIMKEKKKPGETFFMCSCSSDECNDNIIFSEGEFSSLKGVGPEICANFLYPWSAVS 



Fig. 23 

z21887_p6(t7) .pfs 



Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta:TGR2_HUMAN 

Sequence documentation: 

TGF-beta receptor type II precursor (EC 2.7.1.37) (TGFR-2) (TGF-beta 
type II receptor) . Homo sapiens {H\aman) . P37173; Q99474; 

Alignment of: Z21887_P6 x TGR2_HUMAN 



1 



MGRGLLRGLWPLHIVLWTRIASTIPPHVQKSVNNDMIVTDNNGAVKFPQL 



50 



1 




50 



51 



CKFCDVRFSTCDNQKSCMSNCSITSICEKPQEVCVAVWRKNDENITLETV 



100 



51 




100 



101 



CHDPKLPYHDFILEDAASPKCIMKEKKKPGETFFMCSCSSDECNDNIIFS 



150 



101 




150 



151 



EGEFSSLKGVGPEICANFIiYPWSAVS 



176 



151 



E 



151 




H 



Fig. 25a 



ITAV_T3 (SEQ ID NO: 35) 

gataaaaagctttcctcatttttaaacaacagtcgcacggaagttcccggcgggacaagg 
gaacgtgggtgcccttgctactcccgtggacgcgggtagattgggacgctggaccgtatc 
tccccgcccccgcccccacgcctcctcaggtgctcagcctgaggccttcgtccaggagcg 
ctgccgctgacccaggctcaggagctgggggcccctgcacagacgcccaggtctcgggac 
aggcggcgactgcactcacggaagtacgctgagctctcccctgtagaagggcgcctctcc 
tcccccacttcctcctccagctccacagcagcctcccgggccggctcctcctccttccag 
gtctcctcccagtgccgccgcggctctcaggcctgaggtgcggcgctcaccccggcagtc 
cccagcctcagacgctgcgtggagcggcggagccggagggaagcaaaggaccgtctgcgc 
tgctgtccccgccccgcgcgctctgcgcccctcgtccctggcggtcgctccgaagctcag 
ccctcttgcctgccccggagctgtcccgggctagccgagaagagagcggccggcaagttt 
gggcgcgcgcaggcggcgggccgcgggcactgggcgcct cgc tggggcggggggaggtgg 
ctaccgctcccggcttggcgtcccgcgcgcacttcggcg ^TCfe cttttccgccgcggcga 
cggctgcgcctcggtccccgcggcctcccgcttcttctctcgggactcctgctacctctg 
tgccgcgccttcaacctagacgtggacagtcctgccgagtactctggccccgagggaagt 
tacttcggcttcgccgtggatttcttcgtgcccagcgcgtcttcccggatgtttcttctc 
gtgggagctcccaaagcaaacaccacccagcctgggattgtggaaggagggcaggtcctc 
aaatgtgactggtcttctacccgccggtgccagccaattgaatttgatgcaacaggcaat 
agagattatgccaaggatgatccattggaatttaagtcccatcagtggtttggagcatct 
gtgaggtcgaaacaggataaaattttggcctgtgccccattgtaccattggagaactgag 
atgaaacaggagcgagagcctgttggaacatgctttcttcaagatggaacaaagactgtt 
gagtatgctccatgtagatcacaagatattgatgctgatggacagggattttgtcaagga 
ggattcagcattgattttactaaagctgacagagtacttcttggtggtcctggtagcttt 
tattggcaaggtcagcttatttcggatcaagtggcagaaatcgtatctaaatacgacccc 
aatgtttacagcatcaagtataataaccaattagcaactcggactgcacaagctattttt 
gatgacagctatttgggttattctgtggctgtcggagatttcaatggtgatggcatagat 
gactttgtttcaggagttccaagagcagcaaggactttgggaatggtttatatttatgat 
gggaagaacatgtcctccttatacaattttactggcgagcagatggctgcatatttcgga 
ttttctgtagctgccactgacattaatggagatgattatgcagatgtgtttattggagca 
cctctcttcatggatcgtggctctgatggcaaactccaagaggtggggcaggtctcagtg 
tctctacagagagcttcaggagacttccagacgacaaagctgaatggatttgaggtcttt 
gcacggtttggcagtgccatagctcctttgggagatctggaccaggatggtttcaatgat 
attgcaattgctgctccatatgggggtgaagataaaaaaggaattgtttatatcttcaat 
ggaagatcaacaggcttgaacgcagtcccatctcaaatccttgaagggcagtgggctgct 
cgaagcatgccaccaagctttggctattcaatgaaaggagccacagatatagacaaaaat 
ggatatccagacttaattgtaggagcttttggtgtagatcgagctatcttatacagggcc 
agaccagttatcactgtaaatgctggtcttgaagtgtaccctagcattttaaatcaagac 
aataaaacctgctcactgcctggaacagctctcaaagtttcctgttttaatgttaggttc 
tgcttaaaggcagatggcaaaggagtacttcccaggaaacttaatttccaggtggaactt 
cttttggataaactcaagcaaaagggagcaattcgacgagcactgtttctctacagcagg 
tccccaagtcactccaagaacatgactatttcaagggggggactgatgcagtgtgaggaa 
ttgatagcgtatctgcgggatgaatctgaatttagagacaaactcactccaattactatt 
tttatggaatatcggttggattatagaacagctgctgatacaacaggcttgcaacccatt 
cttaaccagttcacgcctgctaacattagtcgacaggctcacattctacttgactgtggt 
gaagacaatgtctgtaaacccaagctggaagtttctgtagatagtgatcaaaagaagatc 
tatattggggatgacaaccctctgacattgattgttaaggctcagaatcaaggagaaggt 
gcctacgaagctgagctcatcgtttccattccactgcaggctgatttcatcggggttgtc 
cgaaacaatgaagccttagcaagactttcctgtgcatttaagacagaaaaccaaactcgc 
caggtggtatgtgaccttggaaacccaatgaaggctggaactcaactcttagctggtctt 
cgtttcagtgtgcaccagcagtcagagatggatacttctgtgaaatttgacttacaaatc 
caaagctcaaatctatttgacaaagtaagcccagttgtatctcacaaagttgatcttgct 
gttttagctgcagttgagataagaggagtctcgagtcctgatcatatctttcttccgatt 
ccaaactgggagcacaaggagaaccctgagactgaagaagatgttgggccagttgttcag 
cacatctatgaggtttgcagttgt^^attttactcaaacctcgtgagcaagccaacgaa 
gagaggaacaactaagctactttaaaaaaaaaattctatgtaatttttatgtaaactcta 
cattggttaagtatgtgtcagagatttctttgaatattttccctatacataaattcattt 
ttatttgacaaatagacttgtttaaataaagcagtttatataatttgttgtttaaaataa 
attagttctacttgaataa 



Fig. 25b 



ITAV_T3 (SEQ ID NO: 33) 



MAFPPRRRLRLGPRGLPLLLSGLLLPLCRAFNLDVDSPAEYSGPEGSYFGFAVDFFVPSA 
SSRMFLLVGAPKANTTQPGIVEGGQVLKCDWSSTRRCQPIEFDATGNRDYAKDDPLEFKS 
HQWFGASVRSKQDKILACAPLYHWRTEMKQEREPVGTCFLQDGTKTVEYAPCRSQDIDAD 
GQGFCQGGFSIDFTKADRVLLGGPGSFYWQGQLISDQVAEIVSKYDPNVYSIKYNNQLAT 
RTAQAIFDDSYLGYSVAVGDFNGDGIDDFVSGVPRAARTLGMVYIYDGKNMSSLYNFTGE 
QMAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQRASGDFQTTK 
LNGFEVFARFGSAIAPLGDLDQDGFNDIAIAAPYGGEDKKGIVYIFNGRSTGLNAVPSQI 
LEGQWAARSMPPSFGYSMKGATDIDKNGYPDLIVGAFGVDRAILYRARPVITVNAGLEVY 
PSILNQDNKTCSLPGTALKVSCFNVRFCLKADGKGVLPRKLNFQVELLLDKLKQKGAIRR 
ALFLYSRSPSHSKNMTISRGGLMQCEELIAYLRDESEFRDKLTPITIFMEYRLDYRTAAD 
TTGLQPILNQFTPANISRQAHILLDCGEDNVCKPKLEVSVDSDQKKIYIGDDNPLTLIVK 
AQNQGEGAYEAELIVSIPLQADFIGWRNNEALARLSCAFKTENQTRQWCDIiGNPMKAG 
TQLLAGLRFSVHQQSEMDTSVKFDLQIQSSNLFDKVSPWSHKVDl^VLAAVEIRGVSSP 
DHIFLPIPNWEHKENPETEEDVGPWQHIYEVCSC 
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hiimvtnr_p3 { t3 ) . pf s 

Sequence name: / dir/tp/CGC/ DATA/ analysis_db/sw. fas ta: ITAV_HUMAN 
Sequence documentation: 

Integrin alpha-V precursor (Vitronectin receptor alpha subunit) (CD51 
antigen) . Homo sapiens (Human) . P06756; 

Alignment of: HUMVTNR_P3 x ITAV_HUMAN 

1 MAFPPRRRLRLGPRGLPLLLSGLLLPLCRAFNLDVDSPAEYSGPEGSYFG 50 

IIIIIIMIilllllMIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII 
1 MAFPPRRRLRLGPRGLPLLLSGLLLPLCRAFNLDVDSPAEYSGPEGSYFG 50 

51 FAVDFFVPSASSRMFLLVGAPKANTTQPGIVEGGQVLKCDWSSTRRCQPI 100 

IMIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMMIIIIIMII 

51 FAVDFFVPSASSRMFLLVGAPKANTTQPGIVEGGQVLKCDWSSTRRCQPI 100 

101 EFDATGNRDYAKDDPLEFKSHQWFGASVRSKQDKILACAPLYHWRTEMKQ 150 

IIIIIIIIIIIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIIIIII 
101 EFDATGNRDYAKDDPLEFKSHQWFGASVRSKQDKILACAPLYHWRTEMKQ 150 

151 EREPVGTCFLQDGTKTVEYAPCRSQDIDADGQGFCQGGFSIDFTKADRVL 200 

IIIIIIIMIIIIIIIIIIIIIIIiMIIIIIIIMIIIMIIIIIIIII 

151 EREPVGTCFLQDGTKTVEYAPCRSQDIDADGQGFCQGGFSIDFTKADRVL 200 

201 LGGPGSFYWQGQLISDQVAEIVSKYDPNVYSIKYNNQLATRTAQAIFDDS 250 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 M 1 1 1 1 1 M 1 1 1 1 1 1 

201 LGGPGSFYWQGQLISDQVAEIVSKYDPNVYSIKYNNQLATRTAQAIFDDS 250 
251 YLGYSVAVGDFNGDGIDDFVSGVPRAARTLGMVYIYDGKNMSSLYNFTGE 300 

IMIIMIIIIIIIIIMIIIMIIIMIIIIIIIIIIIIIIIIIIIIII 

251 YLGYSVAVGDFNGDGIDDFVSGVPRAARTLGMVYIYDGKNMSSLYNFTGE 300 

301 QMAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQ 350 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 
301 QMAAYFGFSVAATDINGDDYADVFIGAPLFMDRGSDGKLQEVGQVSVSLQ 350 

351 RASGDFQTTKLNGFEVFARFGSAIAPLGDLDQDGFNDIAIAAPYGGEDKK 400 

llllllllllllllllllllllllillllllllllllllllllMIIIII 
351 RASGDFQTTKLNGFEVFARFGSAIAPLGDLDQDGFNDIAIAAPYGGEDKK 400 

401 GIVYIFNGRSTGLNAVPSQILEGQWAARSMPPSFGYSMKGATDIDKNGYP 450 

IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

401 GIVYIFNGRSTGLNAVPSQILEGQWAARSMPPSFGYSMKGATDIDKNGYP 450 

451 DLIVGAFGVDRAILYRARPVITVNAGLEVYPSILNQDNKTCSLPGTALKV 500 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIillllllll 
451 DLIVGAFGVDRAILYRARPVITVNAGLEVYPSILNQDNKTCSLPGTALKV 500 

501 SCFNVRFCLKADGKGVLPRKLNFQVELLLDKLKQKGAIRRALFLYSRSPS 550 

IMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

501 SCFNVRFCLKADGKGVLPRKLNFQVELLLDKLKQKGAIRRALFLYSRSPS 550 



551 
551 



HSKNMTISRGGLMQCEELIAYLRDESEFRDKLTPITIFMEYRLDYRTAAD 600 

lllllllllllllllillllllllMIIIIIIIIIIIIIIIIIIIIIIII 

HSKNMTISRGGLMQCEELIAYLRDESEFRDKLTPITIFMEYRLDYRTAAD 600 
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601 TTGLQPILNQFTPANISRQAHILLDCGEDNVCKPKLEVSVDSDQKKIYIG 650 

IIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
601 TTGLQPILNQFTPANISRQAHILLDCGEDNVCKPKIiEVSVDSDQKKIYIG 650 

651 DDNPLTLIVKAQNQGEGAYEAELIVSIPLQADFIGWRNNEALARLSCAF 700 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I M I I I I I I I I M I I I I I 
651 DDNPLTLIVKAQNQGEGAYEAELIVSIPLQADFIGWRNNEALARLSCAF 700 

701 KTENQTRQWCDLGNPMKAGTQLLAGLRFSVHQQSEMDTSVKFDLQIQSS 750 

IIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
701 KTENQTRQWCDLGNPMKAGTQLLAGLRFSVHQQSEMDTSVKFDLQIQSS 750 

751 NLFDKVSPWSHKVDLAVLAAVEIRGVSSPDHIFLPIPNWEHKENPETEE 800 

IIIIIIIIIMIIIIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

751 NLFDKVSPWSHKVDLAVLAAVEIRGVSSPDHIFLPIPNWEHKENPETEE 800 

801 DVGPWQHIYEVCSC 815 
Illlillllll 

801 DVGPWQHIYE 811 
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IL-lO-R-pJl (SEQ ID NO: 39) 

cccgcccatctccgctggttcccggaagccgccgcggacaagctctcccgggcgcgggcg 
ggggtcgtgtgcttggaggaagccgcggaacccccagcgtccgtcc^^cgtggagcct 
tgggagctggctgggtggctgcctgctggtgtcagcattgggaatggtaccacctcccga 
aaatgtcagaatgaattctgttaatttcaagaacattctacagtgggagtcacctgcttt 
tgccaaagggaacctgactttcacagctcagtacctaagttataggatattccaagataa 
atgcatgaatactaccttgacggaatgtgatttctcaagtctttccaagtatggtgacca 
caccttgagagtcagggctgaatttgcagatgagcattcagactgggtaaacatcacctt 
ctgtcctgtggatgacaccattattggaccccctggaatgcaagtagaagtacttgctga 
ttctttacatatgcgtttcttagcccctaaaattgagaatgaatacgaaacttggactat 
gaagaatgtgtataactcatggacttataatgtgcaatactggaaaaacggtactgatga 
aaagtttcaaattactccccagtatgactttgaggtcctcagaaacctggagccatggac 
aacttattgtgttcaagttcgagggtttcttcctgatcggaacaaagctggggaatggag 
tgagcctgtctgtgagcaaacaacccatgaCGtttttgggccatcctcatca lTAj^ acac 
ttctgtttttctcctttccattgtcggatgagaatgatgtttttgacaagctaagtgtca 
ttgcagaagactctgagagcggcaagcagaatcctggtgacagctgcagcctcgggaccc 
cgcctgggcaggggccccaaagctaggctctgagaaggaaacacactcggctgggcacag 
tgacgtactccatctcacatctgcctcagtgagggatcagggcagcaaacaagggccaag 
accatctgagccagccccacatctagaactcccagaccctggacttagccaccagagagc 
tacattttaaaggctgtcttggcaaaaatactccatttgggaactcactgccttataaag 
gctttcatgatgttttcagaagttggccactgagagtgtaattttcagccttttatatca 
ctaaaataagatcatgttttaattgtgagaaacagggccgagcacagtggctcacgcctg 
taataccagcaccttagaggtcgaggcaggcggatcacttgaggtcaggagttcaagacc 
agcctggccaatatggtgaaacccagtctctactaaaaatacaaaaattagctaggcatg 
atggcgcatgcctataatcccagctactcgagtgcctgaggcaggagaattgcatgaacc 
cgggaggaggaggaggaggttgcagtgagccgagatagcggcactgcactccagcctggg 
tgacaaagtgagactccatctcaaaaaaaaaaaaaaaaaattgtgagaaacagaaatact 
taaaatgaggaataagaatggagatgttacatctggtagatgtaacattctaccagatta 
tggatggactgatctgaaaatcaacctcaactcaagggtggtcagctcaatgctacacag 
agcacggacttttggattctttgcagtactttgaatttatttttctacctatatatgttt 
tatatgctgctggtgctccattaaagttttactctgtgttgcactatatgtgttcatgat 
aaaaaa 



Fig. 29b 

IL-10-R-p_Tl (SEQ ID NO; 37) 



MAWSLGSWLGGCLLVSALGl^PPPENVWyiNSVNFKNILQWESPAFAKGl^ 
IFQDKCl^TTLTECDFSSLSKYGDHTLRVRAEFADEHSDWVNITFCP\mDTIIGPPGMQV 
EVLADSLHMRFLAPKI ENEYETWTMKNVYNSWTYWQYWK^ 
LEPWTTYCVQVRGFLPDRNKAGEWSEPVCEQTTHDVFGPSSS 



Fig. 31 



t48767_p2{tl) .pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta: I10S_HUMAN 
Sequence documentation: 

Interleukin-10 receptor beta chain precursor (IL-IOR-B) (IL-10R2) 
(Cytokine receptor class-II CRF2-4) . Homo sapiens (Human) . Q08334; 

Alignment of: T48767_P2 x I10S_HUMAN 

1 MAWSLGSWLGGCLLVSALGMVPPPENVRMNSVNFKNILQWESPAFAKGNL 50 

IMIIIIIIMIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIII - 

1 MAWSLGSWLGGCLLVSALGMVPPPENVRMNSVNFKNILQWESPAFAKGNL 50 

• • • • , 

51 TFTAQYLSYRIFQDKCMNTTLTECDFSSLSKYGDHTLRVRAEFADEHSDW 100 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIII 

51 TFTAQYLSYRIFQDKCMNTTLTECDFSSLSKYGDHTLRVRAEFADEHSDW 100 
101 WITFCPVDDTIIGPPGMQVEVLADSLHMRFIJ^PKIENEYETWTMKNVYN 150 

llllllllllllllllllllllllllllllllllllllllllllllllll 

101 WITFCPVDDTIIGPPGMQVEVLADSLHMRFLAPKIENEYETWTMKNVYN 150 

• • • • • 

151 SWTYNVQYWKNGTDEKFQITPQYDFEVLRNLEPWTTYCVQVRGFLPDRNK 200 

llllllllllllllllllllllllllllllllllllllllllllllllll 
151 SWTYNVQYWKNGTDEKFQITPQYDFEVLRNLEPWTTYCVQVRGFLPDRNK 200 

201 AGEWSEPVCEQTTHDVFGPSSS 222 

IIIIIIMIIIIIII 

201 AGEWSEPVCEQTTHD. ...... 215 



Fig. 33a 



IMR1_T11 (SEQ ID NO: 43) 

agaagaggcggcgcgtgcgtagaggggcggtgagagctaagaggggcagcgcgtgtgcag 
aggggcggtgtgacttaggacggggcgatggcggctgagaggagctgcgcgtgcgcgaac 
atgtaactggtgggatctgcggcggctcccagatg^^gtcgtcctcctgggcgcgacga 
ccctagtgctcgtcgccgtggcgccatgggtgttgtccgcagccgcaggtggaaaaaatc 
taaaatctcctcaaaaagtagaggtcgacatcatagatgacaactttatcctgaggtgga 
acaggagcgatgagtctgtcgggaatgtgactttttcattcgattatcaaaaaactggga 
tggataattggataaaattgtctgggtgtcagaatattactagtaccaaatgcaactttt 
cttcactcaagctgaatgtttatgaagaaattaaattgcgtataagagcagaaaaagaaa 
acacttcttcatggtatgaggttgactcatttacaccatttcgcaaagctcagattggtc 
ctccagaagtacatttagaagctgaagataaggcaatagtgatacacatctctcctggaa 
caaaagatagtgttatgtgggctttggatggtttaagctttacatatagcttagttatct 
ggaaaaactcttcaggtgtagaagaaaggattgaaaatatttattccagacataaaattt 
ataaactctcaccagagactacttattgtctaaaagttaaagcagcactacttacgtcat 
ggaaaattggtgtctatagtccagtacattgtataaagaccacagttgaaaatgaactac 
ctccaccagaaaatatagaagtcagtgtccaaaatcagaactatgttcttaaatgggatt 
atacatatgcaaacatgacctttcaagttcagtggctccacgcctttttaaaaaggaatc 
ctggaaaccatttgtataaatggaaacaaatacctgactgtgaaaatgtcaaaactaccc 
agtgtgtctttcctcaaaacgttttccaaaaaggaatttaccttctccgcgtacaagcat 
ctgatggaaataacacatctttttggtctgaagagataaagtttgatactgaaatacaag 
ctttcctacttcctccagtctttaacattagatcccttagtgattcattccatatctata 
tcggtgctccaaaacagtctggaaacacgcctgtgatccaggattatccactgatttatg 
aaattattttttgggaaaacacttcaaatgctgagagaaaaattatcgagaaaaaaactg 
atgttacagttcctaatttgaaaccactgactgtatattgtgtgaaagccagagcacaca 
ccatggatgaaaagctgaataaaagcagtgtttttagt gacg ctgtatgtgagaaaacaa 
aaccaggtcagaatcttttattgtcttttttaaaaatg^^ctagacataataaaagtaa 
ttctatactgta 



Fig. 33b 



INRUll (SEQ ID NO: 41) 



MVVLLGATTLVLVAVAPWVLSAAAGGKNLKSPQKVEVDIIDDNFILRWNRSDESVGl^ 

SFDYQKTGMDNWIKLSGCQNITSTKCNFSSLKLIWYEEIKLRIRAEKENTSSWYEVDSFT 

PFRKAQIGPPEVHLEAEDKAIVIHISPGTKDSVMWALDGLSFTYSLVIWKNSSGVEERIE 

NIYSRHKIYKLSPETTYCLKVKAALLTSWKIGVYSPVHCIKTTVENELPPPENIEVSVQN 

QNYVLKWDYTYA]mTFQVQWLHAFLKRNPGiraLYKWKQIPDCENVKOT 

lYLLRVQASDGNNTSFWSEEIKFDTEIQAFLLPPVFNIRSLSDSFHIYIGAPKQSGNTPV 

IQDYPLI YEI IFWENTSNAERKI lEKKTDVTVPNLKPLTVYCVKARAHTMDEKLNKSSW 

SDAVCEKTKPGQNLLLSFLKM 
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Fig. 35 

t07758_p5{tll) .pfs 

Sequence name: /dir/tp/CGC/DATA/analysis_db/sw. f asta: INR1_HUMAN 
Sequence documentation: 

Inter feron-alpha/beta receptor alpha chain precursor (IFN-alpha-REC) 
Homo sapiens (Human) . P17181; 

Alignment of: T07758_P5 x INR1_HUMAN 

1 MVVLLGATTLVLVAVAPWVLSAAAGGKNLKSPQKVEVDIIDDNFILRW 48 

IIIMIIIIIIIMI llllllllllllllllllllllllllllllll 

2 MWLLGATTLVLVAVGPWVLSAAAGGKNLKSPQKVEVDIIDDNFILRW 49 

49 NRSDESVGWTFSFDYQKTGMDl^IKLSGCQNITSTKCNFSSLKLNVYEE 98 

IIIIIMIIIIMIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

50 NRSDESVGNVTFSFDYQKTGMDNWIKLSGCQNITSTKCNFSSLKLNVYEE 99 
99 IKLRIRAEKENTSSWYEVDSFTPFRKAQIGPPEVHLEAEDKAIVIHISPG 148 

IMIMMIIIIIIIMIIIIIIIIIIIIIItllllllllllllllllM 

100 IKLRIRAEKENTSSWYEVDSFTPFRKAQIGPPEVHLEAEDKAIVIHISPG 149 

149 TKDSVMWALDGLSFTYSLVIWKNSSGVEERIENIYSRHKIYKLSPETTY 197 

Illlllllllllllllll I I I I M II I I II II I I I II I I II M II I I I 

150 TKDSVMWALDGLSFTYSLLIWKNSSGVEERIENIYSRHKIYKLSPETTY 198 

198 CLKVKAALLTSWKIGVYSPVHCIKTTVENELPPPENIEVSVQNQNYVLKW 247 

. IIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIIIII 

199 CLKVKAALLTSWKIGVYSPVHCIKTTVENELPPPENIEVSVQNQNYVLKW 248 

• • • • , 

248 DYTYANMTFQVQWLHAFLKRNPGWmYKWKQIPDCENVKTTQCVFPQNVF 297 

IIIIIIMIMMIIIIMIIIIIIIIIMIIIIIIIIIIIIIIMIIII 

249 DYTYANMTFQVQWLHAFLKRNPGNHLYKWKQIPDCENVKTTQCVFPQNVF 298 

• • • • » 

298 QKGIYLLRVQASDGNNTSFWSEEIKFDTEIQAFLLPPVFNIRSLSDSFHI 347 

MIIIIIIIIIIIIIIIIIIIIIIIIMMIIIIMIIIIIIIIIIIIII 

299 QKGIYLLRVQASDGNNTSFWSEEIKFDTEIQAFLLPPVFNIRSLSDSFHI 348 

• > • • • 

348 YIGAPKQSGNTPVIQDYPLIYEIIFWENTSNAERKIIEKKTDVTVPNLKP 397 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

349 YIGAPKQSGNTPVIQDYPLIYEIIFWENTSNAERKIIEKKTDVTVPNLKP 398 

• • • • 

398 LTVYCVKARAHTMDEKLNKSSVFSDAVCEKTKPGQNLLLSFLKM 441 

lllllllllllllillllllllllllllllllll 

399 LTVYCVKARAHTMDEKLNKSSVFSDAVCEKTKPG 432 




H 



